Shorea balangeran Burk locally known as balangeran has been widely used as recommended species for tropical peat swamp forest restoration, due to the capability of these species to grow in waterlogged and dry areas. However, the information concerning genetic basis of adaptation to ecological condition variation is limited and no transcriptome study has been reported in this context. Here we reported two sets of transcriptome data from a sample of leaf and basal stem that were taken from seedlings growing in potted media containing peat and mineral soil. The raw reads are stored in the DDBJ platform with accession number DRA008633.
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Data
Shorea balangeran (balangeran) belongs to Dipterocarpaceae family that is distributed in peat and heath forest in Indonesia [1] . In this study the de novo transcriptome assembly of balangeran is reported for the first time. The transcriptome data were obtained from leaves and basal stem of seedling that were growing in potted media containing each of peat and mineral soil. The high quality of mRNA extracted were sequenced using Illumina Hiseq 4000. The statistics of the reads and assembled sequences are presented in Table 1 . The overview of transcriptome data were showed in Table 2 (Table 4) , mononucleotides were the most abundant type (44,626, 70.30%), followed by trinucleotides (11,160, 17.58%) and dinucleotides (6,270, 9.88%).
Experimental design, materials, and methods
Balangeran seedlings were treated and raised in the nursery of Department of Silviculture, Faculty of Forestry, IPB University Bogor for 6 months. Two seedlings were grown in peat soil in which each seedling planted in waterlogged peat and dry peat. Two seedlings were grown in mineral soil in which each seedling planted in waterlogged soil and dry soil. Total RNA was isolated from leaves and basal stem using Plant Total RNA mini kit (Geneaid) following the protocol. The quantity and integrity were evaluated using P360 Nanophotometer (Implen, München, Germany) and Bioanalyzer 2100 (Agilent Technologies). RNA samples had RNA integrity number (RIN) values between 7.4 and 8.6. The total RNA extracted were used for Illumina Hiseq 4000 sequencing following the protocol (NovogeneAIT, Singapore). The quality of raw data were examined using FastQC [2] then performed using Trimmomatic 0.39 to remove adaptor sequences, contamination and low-quality reads with default parameters (TruSeq3-PE.fa:2:30:10 SLIDINGWINDOW:4:5 LEADING:5 TRAILING:5 MINLEN:25) [3] . PreSpecifications Table   Subject Agricultural [4] , generated high quality contigs [5] . The each contigs from leaves and basal stem were reconstructed using CAP3 [6] and CD-HIT-EST v.4.6.8 [7] . The contigs form leaves and basal stem were merged and reconstructed using CAP3, CD-HIT-EST, and Corset program [8, 9] . The database such as NCBI non-redundant (nr) (downloaded by October 1, 2018) and NCBI nucleotide sequence (nt) (downloaded by October 1, 2018), SwissProt and TrEMBL of UniProt (downloaded by September 14, 2018) were used to annotate the contigs using BLAST þ program [10] . Open reading frames (ORFs) of contigs were predicted by the TransDecoder package (https://github. com/TransDecoder/TransDecoder), with the minimum ORF length of 100 bp [11] . Microsatellite discovery was analyzed using MISA software (http://pgrc.ipk-gatersleben.de/misa) with parameter (unit size-minimum repeats) as follows: 1e10, 2e6, 3e5, 4e5, 5e5, 6e5 and the interruptions (maximum difference between microsatellites) was 100 bases.
